Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.008 Å; R factor = 0.069; wR factor = 0.173; data-to-parameter ratio = 22.7.
Related literature
For general background to benzimidazole derivatives, see: Lukevics et al. (2001) ; Tavman et al. (2005) ; Kü çü kbay et al. (1995 , 2004 , 2010 , 2011 Yılmaz et al. (2011); Ç etinkaya et al. (1996) . For similar structures, see: Akkurt et al. (2010a,b) ; Baktır et al. (2010) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Heterocyclic compounds play an important role in biological systems and in many industrial fields. One of the these type heterocyclic compounds, benzimidazole is also an important pharmacophore in new drug designed and synthesized (Tavman et al., 2005; Küçükbay et al., 2004) . Benzimidazol containing compounds o display a wide range of pharmacological activities, and are used for therapeutic purposes as anti-fungal, anti-bacterial, anti-helmintic, hypotensive, vasodilator, spasmolytic and anti-ulser activities. We also investigated their some anti-microbial activities (Küçükbay et al., 1995; Çetinkaya et al., 1996; Küçükbay et al., 2010; Küçükbay et al., 2011; Yılmaz et al., 2011) . Alkylsilyl substituted benzimidazole derivatives exhibit important in vitro cytotoxic activity. For example, 1-(3-trimethylsilylpropyl)benzimidazole inhibits carcinoma S180 tumour growth in dose 1 mg.kg -1 by 62% (on ICR mice) (Lukevics et al., 2001) . The objective of this study is to synthesize and to elucidate the crystal structure of a new silyl benzimidazole compound.
In the title compound (I), (Fig. 1) , the benzimidazole ring system (N1/N2/C1-C7) is nearly planar with a maximum deviation of 0.015 (5) Å for C6. The dihedral angle between the two terminal phenyl rings (C10-C15 and C19-C24) is 77.1 (3)°. The orientation of the two phenyl rings towards the benzimidazole-ring is remarkable [73.0 (3)° and 39.6 (2)°, respectively]. The values of the bond lengths and bond angles in (I) are in normal range, and they are in a good agreement with those found in similar compounds (Akkurt et al., 2010a,b; Baktır et al., 2010) . The Si atom adopts distorted tetrahedral geometries in (I) and the angles around the Si atoms vary from 108.4 (3)° to 112.12 (17)°.
In the crystal, molecules are linked by O···H···Br, C-H···Br and C-H···O hydrogen bonds (Table 1 and help to the stabilization of the crystal structure.
A mixture of 1-(dimethylphenylsilylmethyl)benzimidazole (1.34 g, 5.0 mmol) and (2-bromoethyl)benzene (0.7 ml, 5.1 mmol) in dimethylformamide (5 ml) was refluxed for 3 h. The mixture was then cooled and the volatiles were removed under vacuum. The residue was crystallized from a dimethylformamide/ethanol (1:1 137.3, 134.7, 134.3, 131.9, 131.1, 130.5, 129.2, 129.1, 128.5, 127.4, 126.9, 126.5, 114.3 and 114.0 (C 6 H 4 -ArH; C 6 H 5 -phenethyl and C 6 H 5 Si), 47.9 (CH 2 phenethyl), 37. (Si(CH 3 ) 2 ).
Refinement
The water H atoms were located from a difference Fourier map and refined with distance restraints of O-H = 0.83 (2) Å and H···H = 1.35 (2) Å, and with U iso (H) = 1.5 U eq (O). The H atoms bonded to carbon atoms were positioned geometrically, with C-H = 0.93 Å (aromatic), 0.96 Å (methyl) and 0.97 Å (methylene) H atoms, respectively, and refined as riding with U iso (H) = 1.5 U eq (C) for the methyl groups and U iso (H) = 1.2 U eq (C) for others groups. Nine poorly fitted reflections (-2 0 2, -2 1 1, 7 2 0, 3 2 1, 0 1 6, 16 0 0, -4 0 2, -2 4 4, -2 1 7) were omitted from the refinement. 
Computing details

Figure 1
The molecule of the title compound (I), showing the atom labelling scheme. Displacement ellipsoids for non-H atoms are drawn at the 30% probability level.
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Figure 2
View of the packing and hydrogen bonding interactions of (I) along the a axis in the unitcell. All hydrogen atoms not involved in hydrogen bonding, two phenyl rings and two ethyl groups have been omitted for clarity. 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
